SUPPLEMENTARY MATERIALS AND METHODS

Interpretation of the qRT-PCR
To interpret the qRT-PCR, the comparative Ct method (2 −DDCt ) was used to calculate the relative expression levels of each amplicon. When the data is normalized, the value 1 is assigned to the DNA control. Samples with a value around 0.5 show loss of the gene in one of the alleles (heterozygous deletion). Samples with a value around 0 show homozygous loss of the gene.
To validate the technique we use the following controls
As internal control, we have amplified a fragment of a single copy gene: part of exon 1 of LEMD3 gene using the following primers: LEMD3 F: 5′-GCGGCTGCCGGGAGTCTAGACAG-3′; R:5′-GGTAGG TATGATTGGAGCCCG-3′. -A RBFOX1 gene fragment (part of exon 2) that is located in a chromosomal region close to these three genes (F:5′-TCTGCATGGTGGCTCCTCA T-3′ R:5′-AAGGCTGAGCCATTGTGTCA-3′).
Two differents fragments of the PKD1 gene: the exon 13 of this gene that has a pseudogen, this fragment has two copies in each allele (F:5′-GTGGAGGG AGGGACGCCAA-3′ R:5′-ACAGGGAAACCGAGGC TCAGAAA-3′). And the exon 30, a fragment of a single copy gene (F:5′-CTACAGGTGGGTGCCGTAGG-3′ R:5′-CGCCTTTCCCTCTGGCTGC-3′).
In addition, we also amplified the exon 5 of the STS gene (F:5′-TCCTTTACAGGAAGATGAAG-3′ R:5′-CATTACCAACCTGATAGTTTT-3′). This gene is located on the "X" chromosome therefore, in women there is a copy of this gene in each allele whereas in men there is only a copy in one of the alleles.
To analyze the samples we used as control gene LEMD3 and as DNA controls we used DNA extracted from samples of different tissues in paraffin blocks and samples of DNA extracted from peripheral blood.
